The phylogenetic analyses were conducted by means of the package BEAST v1.6.2 1 . The prior for the distribution of branching times was based on a birth-death process. The variation of nucleotide substitution rates across the tree was assumed to be non-autocorrelated and lognormally distributed. The nucleotide substitution models (see above) were applied to the six partitions and the global substitution rate was set to one. This produced branch lengths expressed in units of substitutions per site (relative time).
. Measurements of all species of Hemidactylus included in the morphological analyses. 
